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THE NEXT FRONTIER OF INNOVATION
IN DDA PROTEOMICS
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Figure 1. Milestones in SpectroMine (SM) development
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EFFORTLESS ISOBARIC LABELING
QUANTIFICATION
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Figure 2. Overview of Isobaric Labeling Quantification
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THE MOST POWERFUL
SEARCH ENGINE
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Figure 4. Analysis of Published® Imunopeptidomics
Datasets Using SpectroMine and Leading Competitors
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THE ALL-IN-ONE WORKFLOW
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Automated Mass Calibration
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Peptide-Spectrum Match
(PSM) Plots
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Differential Abundance

Analysis
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Generating Reports
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